Computational Biology and Chemistry 33 (2009) 471-473 


Contents lists available at ScienceDirect 


Computational Biology and Chemistry 


journal homepage: www.elsevier.com/locate/compbiolchem 


Author Index, Volume 33 (2009) 


Albrecht, A.A., 283 
Almeida, A.-C.G., 14 
Almerico, A.M., 386 
An, J., 108 
Andersen, A.Z., 71 
Antonov, M.Y., 29 
Armitage, J.P., 269 


Babakhani, A., 160 
Baev, V., 62 
Barkovsky, E.V., 295 
Benard, E., 245 
Blazewicz, J., 224 
Bodini, A., 22 
Bolshoy, A., 275 
Bondavalli, C., 22 
Bornot, A., 329 
Bortfeldt, R., 46 
Bossa, F., 137 
Branden, K.V., 7 
Bryja, M., 224 
Bukharina, T.A., 231 
Bulashevska, A., 455 


Carvalho, A.L., 71 
Chan, C., 443 
Chan, Y.-K., 181 
Chang, H.-W., 114 
Chen, C.-M., 171 
Chen, D.-L., 391 
Chen, H., 100 
Chen, H.-F., 41 
Chen, R.-C., 181 
Chen, Y.-F., 181 
Chen, Y.-P.P., 108 
Cho, K.-H., 94 
Choi, M., 94 
Chuang, L.-Y., 114 
Cirera, S., 121 
Crabbe, M.J.C., 415 
Craciun, G., 361 
Crippen, G.M., 357 


Daniel, P.T., 449 
Daskalova, E., 62 
Davia, L., 33 


de Brevern, A.G., 329 
Di Salle, E., 432 
Dong, Q., 303 
Duarte, M.A., 14 


Eils, R., 455 


Fang, W., 467 

Favilla, S., 22 

Feng, E., 1 
Figlerowicz, M., 224 
Fiume, G., 432 
Frankel, A., 121 
Fredholm, M., 121 
Fillbeck, M., 449 
Furman, D.P., 231, 463 


Gan, X., 283 
Garibaldi, J.M., 216 
Gawron, P., 224 
Gebhardt, N., 449 
Gilchrist, M.J., 121 
Goldberg, E., 379 
Gong, X., 84 
Gong, Z., 1 
Gorodkin, J., 121 
Grassi, G., 33 
Grassi, M., 33 
Green, R.C.E., 189 


Hamacher, K., 438 
Hao, Y., 344 

He, Y., 325 

Hirst, J.D., 216 

Ho, C.-H., 114 
Hoffgaard, F., 438 
Hoffmann, S., 121 
Holmes, R.S., 379 
Hosid, S., 275 
Hossbach, J., 449 
Howlin, B.J., 189 
Hseu, Y.-C., 181 
Hsiao, N., 443 
Huang, D., 334 
Huang, Y., 100, 325 


ig 
i 
{ 
| 
| | 
j 
| 
4 
i 
H 
| 
| 
\ 
| 


472 


Infantosi, A.F.C., 14 
Ippolito, M., 386 


Jackson, D., 455 
Jain, P., 216 

Janga, S.C., 261 
Jensen, P., 121 

Jin, L., 467 

Jones, S., 397 
Jorgensen, C.B., 121 


Kalantzis, G., 205 
Kandemir-Cavas, C., 459 
Kapsokalivas, L., 283 
Kasprzak, M., 224 
Khrustaley, V.V., 295 
Kielbassa, J., 46 

Kim, S., 94 
Kirpichnikov, M.P., 29 
Kirton, E., 224 

Koch, I., 46 

Korotkov, E., 196 

Ku, T., 443 

Kummer, U., 71 


Lai, J.-S., 171 
Lai, S., 443 
Lai, X., 312 
Lapasin, R., 33 
Lauria, A., 386 
Levtsova, O.V., 29 
Li, L., 334 

Li, S., 84 

Lin, E., 181 
Lin, L., 303 
Lin, S.-H., 171 
Liu, B., 303 
Liu, C., 1 

Lu, P., 443 
Luo, Y., 84 
Lyu, P., 443 


Maini, P.K., 269 
Mallardo, M., 432 
Mang, Y., 121 
Maugini, E., 137 
McCammon, J.A., 160 
Michel, C.J., 245 
Minkov, I., 62 
Mordvinov, V.A., 463 
Mordvintsey, D.Y., 29 


Nair, T.M., 421 
Nakagawa, H., 427 
Nasibov, E., 459 
Neves, A.R., 71 
Nicolau Jr., D.V., 269 
Nikolov, S., 312 

Nov Klaiman, T., 275 
Nygard, A.-B., 121 


Offmann, B., 329 
Ohdaira, H., 427 


Author Index 


Olsen, L.F., 71 
Oshchepkov, D.Y., 463 
Oshchepkova, E.A., 463 


Palmer, R.A., 189 
Pan, R.-H., 181 
Pantea, C., 361 
Pardasani, K.R., 239 
Pascarella, S., 137 
Pérez-Rueda, E., 261 
Perin, D., 33 
Pirtskhalava, M., 235 
Platt, D., 224 
Plummer, M.A., 404 
Plummer, S.M., 404 
Pontrelli, G., 33 
Potter, B.S., 189 
Povey, D., 189 
Preissner, R., 449 
Przybytek, J., 224 


Quinto, I., 432 


Radomski, J.P., 176, 339 
Rakowski, F., 176, 339 
Rempala, G.A., 361 

Ren, Y., 408 

Rodrigues, A.M., 14 
Rossi, A., 432 


Saldanha, J.W., 189 
Santos, H., 71 
Scala, G., 432 
Scarle, S., 253 
Scheibye-Alsing, K., 121 
Schuster, S., 46 
Shaitan, K.V., 29 
Shamanina, M.Y., 463 
Shelenkov, A., 196 
Shih, S.-R., 171 
Singh, T.R., 239 
Smith, J., 149 

Som, A., 373 

Song, J.J., 408 
Song, X.-f., 344 
Spatuzza, C., 432 
Spriggs, R.V., 397 
Stadler, P.F., 121 
Stein, M., 455 
Stein, V., 149 
Steinhofel, K., 283 
Swiercz, A., 224 
Szajkowski, L., 224 


Takasaki, S., 368 
Talley, T.T., 160 
Taylor, P., 160 
Teixeira, H.Z., 14 
Thorvaldsen, S., 351 
Thumser, A.E., 189 
Tian, H.-F., 391 
Tommerup, N., 121 


| 

| 

| 

i} 

i 


Tronelli, D., 137 
Tsai, K.-N., 171 
Tyagi, M., 329 


Utkin, Y.N., 29 


Vera, J., 312 
Verboven, S., 7 
Vishnepolsky, B., 235 


Wang, T., 443 

Wang, X., 303 

Weil, P., 438 

Wen, C.-H., 114 

Wen, J.-F., 391 
Wolkenhauer, O., 312 


Author Index 


Xiao, Y., 100, 325 


Yan, F., 408 
Yang, C.-H., 114 
Yoshida, K., 427 
Ytterstad, E., 351 


Zeng, W., 84 
Zhang, B.-H., 391 
Zhang, Q., 1 
Zhang, R., 350 
Zhang, W., 84 
Zhang, Y.-Q., 391 
Zhou, R., 325, 334 
Zuk, T., 176, 339 


473 
if 
| 
| 
‘ee 
f 
one 
| 
| 
| 
| 


Computational Biology and Chemistry 33 (2009) 474-476 


Contents lists available at ScienceDirect eioiieatibiis 


Biology and 
Chemistry 


Computational Biology and Chemistry 


journal homepage: www.elsevier.com/locate/compbiolchem 


Keyword Index, Volume 33 (2009) 


Accuracy, 373 

Acetylcholine binding protein, 160 
Achaete-scute, 231 

Adaptation evolution, 344 
Aerosols, 415 

Afforestation, 415 

Aggregation mechanism, 41 
Albedo, 415 

Algebraic statistical model, 361 
Alternative splicing, 46 

Ambush hypothesis, 239 

Amino acid composition, 459 
Amino acid sequence, 379 
Amyloid-like fibril, 41 

Anaemia, 312 

Antibiotic, 189 

Apoptosis, 449 

Aryl hydrocarbon receptor (AHR), 463 
Assembly methods, 121 

ATP Synthase inhibitor, 189 


Bacterial ribosome, 438 

Bayes’ theorem, 368 

Bayesian classifiers, 455 

Bcl-2, 449 

Binding database, 386 

Biochar, 415 

Biochemical networks, 205 
Biochemical reaction network, 361 
Bioinformatics, 62, 329, 427 
Biomedical named entity recognition, 334 
Biophysics, 329 
Biotransformations, 149 
Bleaching, 415 


Calcium dynamics, 205 
Canonical variate analysis, 408 
Carbon capture and storage, 415 
Cardiac arrhythmias, 253 
Cardiotoxin, 29 

Caribbean, 415 

CCS, 415 

Cell population dynamics, 312 
Chemical master equation, 205 
Chemotaxis, 269 
Classification, 108, 408 


Cobra venom, 29 

Codon usage, 239 

Community matrix, 22 
Comparative genomics, 351 
Computational, 391 
Computational analyses, 84 
Computational pharmacology, 149 
Computational simulation, 14 
Computer-assisted screening, 449 
Concatenation approach, 373 
Conditional random fields, 334 
Coral growth, 415 

Correlation, 438 

Correlation coefficient, 357 
Cross-species strategy, 171 


Dioxin, 463 

Dipeptide, 443 

Direct and inverse mutations, 245 
DNA assembly, 224 

DNA curvature, 275 

DNA graph, 224 

DNA sequence analysis, 196 
Docking, 160 
Downwelling, 415 

DRE, 463 

dRMSD, 100 

Drosophila, 231 

Drug design, 149 

Drug discovery, 455 

Drug metabolism, 149 


E. coli, 269 

Ecosystems, 415 
Eigen-pattern, 171 

El nifio, 415 

Electrostatic potential surfaces, 404 
Enzyme biochemistry, 149 
Enzyme class, 459 

Epo, 312 

Erythropoiesis, 312 

EST, 121 

Evolution, 261, 269 
Evolutionary computation, 245 
Evolutionary conservation, 397 
Excitable media, 253 


3 
be 
Ss 
ELSEVIER 
Sa 
hy 
| 
| 
we 
| 
& 
! 
: 
i 
} 
ee 7 


False discovery rate, 351 
FDOD, 467 

Finite size, 438 

Folding, 325 

Food webs, 22 
Frame-shifting, 239 

Freely jointed chain, 357 
Function prediction, 397, 455 


GC-content, 295 

Gel paving, 33 

Gene expression datasets, 108 
Gene regulation, 391 
Gene silencing, 368 
Genetic algorithm, 1 
Genetic motifs, 245 
GenMAPP, 427 

Genome, 443 

Genome annotation, 397 
Genome order index, 350 
Genomes, 121 
Genomics, 379 

Giardia lamblia, 391 
Glycolysis, 71 

GPGPU, 253 

Great Barrier Reef, 415 


Halting problem, 253 

Heart, 253 

Heat shock protein, 386 
Helix protein, 325 

Hidden stops, 239 
High-throughput data, 408 
High-throughput sequencing, 121 
Human genome introns, 245 
Hybrid algorithm, 205 
Hydrogen production, 404 
Hydrophobic contact, 137 
Hyperthermophiles, 137, 443 
Hypoxia, 312 


IBTK, 432 

Imputation methods, 7 

In vivo NMR spectroscopy, 71 
Influenza, 176, 339 

Influenza epidemiology, 176, 339 
Influenza infectivity, 176, 339 
Influenza transmission, 176, 339 
Inhibitors, 449 

Interaction, 114 

Interaction pattern, 397 
Interdecadal, 415 

Interface packing, 137 
Intermediate state, 41 

Internal repeats, 325 

lon pairs, 137 

IPCC, 415 


Kinetic model, 71 
Klebsiella pneumoniae, 1 
K-nearest neighbor, 459 


Keyword Index 


Lactate dehydrogenase, 379 
Lactic acid, 71 
Lactococcus lactis, 71 
Landscape analysis, 283 
Law of mass action, 361 
Lead discovery, 149 
Leukaemia, 312 

Linear system equations, 94 
Local protein structure, 329 
Loop analysis, 22 

LTR, 295 


Macrochaetes, 231 
Mammals, 379 
Mann-Kendall test, 351 
Markov chains, 455 
Mathematical modelling, 33 
Maximum composite likelihood, 373 
Maximum likelihood, 373 
MCT-set, 46 

Medicinal chemistry, 149 
Metabolism, 1 

Metabolite™, 149 

Microarray data, 7 

Microarray data analysis, 108 
MicroRNA, 84, 391, 432 
MicroRNAs, 94 
Minimum-distance classifier, 459 
miRNA, 62, 427 

Missing genes, 7 


Miyazawa-Jernigan energy function, 283 


Modeling protein folding, 404 
Modelling, 269 


Modelling the oligomycin binding site, 189 


Molecular descriptors, 386 
Molecular docking, 386 
Molecular dynamics, 160 
Molecular model, 29 
mRNA isoforms, 421 
Multiple comparison, 421 


Multiplex polymerase chain reaction (PCR), 181 


Mutational pressure, 295 
Mutual information, 438 


Na/K-ATPase, 14 

NADH auto-fluorescence, 71 
Named entity classification, 334 
Named entity detection, 334 
Network analysis, 22 
NF-kappaB, 427 

Nicotinic acetylcholine receptor, 160 
Nonparametric, 357 
Non-parametric regression, 351 
NSP4 gene, 344 

N-terminal truncated mutants, 181 
Nucleic acid based drug, 33 


Odds ratio, 114 
Oligomycin, 189 
Opossum, 379 
Optimization, 94 


ie 
475 
ty 
: 
% 
2 
: 
: 
| 
; 
4 
q 
4 
| 
| 
> 
{ 


476 


Optimization modelling, 1 
a-Order entropy, 350 
Orthologs, 62 
Orthomyxovirus, 171 


Palytoxin, 14 

Pan troglodytes, 62 

Particle swarm optimization, 114 
PBMC, 432 

Pearson's correlation, 100 
Periodicity, 196, 275 
Persistence, 269 

Petri net, 46 

pH, 71 

Phylogenetic trends, 239 
Phylogenetics, 373 

P-invariants, 46 

Platypus, 379 

Polyacrylamide gel electrophoresis (PAGE), 181 
Polyhedral geometry, 361 
Polypeptide conformation, 357 
Potassium interactions, 14 
Predictions, 22, 443 

Principal component analysis, 386, 408 
Profile, 303 

Prokaryotes, 261 

Pro-Mirll software, 432 
Promoter strength, 275 
Promoters, 196 

1,3-Propanediol, 1 

Prostate cancer, 421 

Protein binding sites, 196, 303 
Protein folding simulation, 283 
Protein function, 329 

Protein loops, 329 

Protein structural classes prediction, 467 
Proteomics, 455 

Psychrophiles, 351 


Random forest, 216 

Random walk, 269 

Reaction model, 14 
Re-entry, 253 

Regular expression, 397 
Regularity, 196 

Regulation of transcription, 275 
Regulatory networks, 46, 261 
Relaxed-complex, 160 
Restenosis, 33 

RNA interference, 368 

RNA virus, 171 
RNA-binding, 397 

Robust statistics, 7 
Robustness analysis, 1 
Rotavirus, 344 


Satellite, 415 
Scleractinian, 415 
Secondary structure, 329 


Keyword Index 


Sequence alignment, 235, 438 
Sequence comparison, 467 
454 sequencing, 224 
Sequential deletion, 181 
Shannon entropy, 350 
Shotgun, 121 

Signalling pathways, 231, 312 
Similarity matrix, 100 
Simplexvirus, 295 

Simulated annealing, 283 
siRNA, 368 

siRNA design, 368 

Small islands, 415 

Small molecule binding domains, 455 
SNP barcode, 114 

Solanum tuberosum, 84 
Splice site prediction, 171 
Splice sites, 245 

Splicing arrays, 421 
SPORCalc, 149 

SST, 415 

Steered molecular dynamics, 29 
Stochastic evolution, 245 
Stochastic local search, 283 
Stochastic simulation, 205 
Structural symmetry, 100, 325 
Structure classification, 216 
Substitution matrix, 235 
Subunit interface, 137 
Supervised learning, 216 
Support vector machines, 303 
Symbiosis, 415 

Systems biology, 312 


Tabu search, 283 

Target mRNAs, 94 

Text analysis, 235 

Text mining, 334 
Thermophiles, 137 
Threading, 235 

T-invariants, 46 

Topological distance, 373 
Transcription factor, 84 
Transcription factor families, 261 
Transcription machinery, 261 
Transition state, 41 

Tropics, 415 


U1 snRNP assembly pathway, 46 
United-residue model, 325 


Varicellovirus, 295 
Virtual screening, 160 
VP7 gene, 344 


Weather, 415 
Web server, 245 


Xenobiotics, 149 


Zwitterionic lipid, 29 


7 
a. 
} 
| < 
i 
a 


